Supplemental Data S6. Gene Ontology annotation term enrichment data for the murine Developing Lung Characteristic Subtranscriptome (mDLCS)

Supplemental data file S6 contains the gene lists and results for annotation enrichment analysis of Gene Ontology terms.  

The gene lists include the genes with positive and negative loadings on principal components 1-3 and the combined set of genes from PC1-3 that constitute the mDLCS.

The analysis was performed with  version 1.5.1 of Visual Annotation Display (VLAD; http://proto.informatics.jax.org/prototypes/vlad/). 

Gene Ontology terms and annotations obtained from the Mouse Genome Informatics database (MGI; http://www.informatics.jax.org) June 2015. 

[bookmark: _GoBack]The column headers for the enrichment results are as follows:
	
	

	TermID
	ID of the ontology term.
	

	Term
	The text of the term.
	

	Term Min P
	The smallest P-val for any query set for this term.

	Term Max P
	The largest P-val for any query set for this term.

	Term P ratio
	Term Min P divided by Term Max P.

	P
	P value (significance score) for this query set for this ontology term.

	Q
	The False Discovery Rate (FDR) statistic.

	k
	The number of objects in the query set annotated to this term (or a descendant).

	n
	The size of the query set.
	

	K
	The number of objects in the database annotated to this term (or a descendant).

	N
	Number of annotated objects in the database.

	k/n
	Percent of query set objects annotated to this term (or a descendant).

	K/N
	Percent of database objects annotated to this term (or a descendant).

	k/K
	Percent of all objects annotated to this term present in the query set.

	n/N
	Percent of database in the query set.

	Qset
	The name of the query set.
	

	Symbols
	The symbols query set objects annotated to this term (or a descendant).
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